Representative
Figure 1: Definition of cluster types. A cluster is termed as novel if its representative sequence was assembled by the recent kmer iteration (red). A novel cluster is unique if all its sequences are from the recent kmer iteration. If the novel cluster contains previously assembled sequences (blue) then we call it extended. 
Additional assembly results

Contribution of unique and extended clusters
We conducted a detailed analysis to characterize novel transcripts from extended and unique clusters. We like to point out that extended clusters and extended transcripts are used interchangeably (as the cluster is represented by the longest transcript), the same holds for unique clusters. We measured the % of assembled transcripts that can be classified as known transcripts according to Ensembl annotation divided between the two groups of novel clusters for different kmers (see Sup. Figure 4 : Analysis of optimal kmer value for T-cell using Oases (left), SOAPdenovo-Trans(middle) and Trans-ABySS (right). The points in the curve represents how much of the final 80% transcripts (final here means the 80% transcript discovered using all k-values and thus termed optimal) are predicted by a multi-k assembly up to the current kmer (x-axis). The dashed line in each plot represents the optimal kmer suggested by the d score Figure 7: Analysis of optimal kmer value for IMR90 cell line using Oases (left), SOAPdenovoTrans(middle) and Trans-ABySS (right). The points in the curve represents how much of the final 80% transcripts (final here means the 80% transcript discovered using all k-values and thus termed optimal) are predicted by a multi-k assembly up to the current kmer (x-axis). The dashed line in each plot represents the optimal kmer suggested by the d score
Results for other datasets
Misassembly analysis
We defined misassemblies as number of aligned transcripts whose aligned region is <=95% of their total length. We found that most of the misassembled sequences are generally shorter in length. We classified transcripts whose length is below 300bp in our case and transcripts which belonged to single-k clusters as misassemblies. We analysed the effect of removal of transcripts on the total number of useful transcripts, as measured with the 80%-hits. We found that there is a negligible loss in the number of 80%-hits. Figure 9 : Effect of the misassembly removal strategy on the total number of useful transcripts. For all the datasets (x-axis) we are retaining on average 99% of the total number of 80%-hits (y-axis), compared to applying no filtering criteria.
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